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For generation of Random Mutagenesis Library
FutA-F 5'-CCGGAATTCGCATATGTTTCAGCCGCTGC-3'
FutA-R 5'-AATCCCAAGCTTTCAGTGGTGGTGGTGGTGGTGC-3'
For construction of FutA(+)-RBS cells
FutA-C-F 5'-GCTATGACATGATTACGAATTCGCATA-3'
FutA-C-F 5'-TTCGTAATCATGTCATAGCTGTTTCCT-3' 
For generation of CAST Libraries

